Metagenome Bins

Introduction
Metagenome bins can be accessed in IMG in a variety of ways:

1. Access via Table of Metagenomes

One way to access bins is directly from a table of metagenomes e.g. by clicking on the count of
JGI Metagenomes on the IMG home page under IMG Content.
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When the table of metagenomes comes up, the user needs to select “Genome Bin Count” from
the Table Configuration option below the table and click “Redisplay”.
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The table will then show the count of bins for each metagenome.

Metagenome JGI| Sequenced

o Table Configuration
o Save to Workspace

(Z[ Data Statistics with * | L both] means counts or only use data or
data or both data and data) for its it This does not apply to isolates. The [assembled, unassembled, both]
pick [ist is avaiable under the Table Configuration Data Statistics. The default is assembled data.

Add Selected to Genome Cart | Select All | Clear All | View Phylogenetically | | Group by Phylogenetic Categary

Filter column: | Gename Bin Count * assembled v | Fiter [text v [: [ Anply | @

Pagelof1l8 <<fist<prev 12| 3/4|/5|6/789| 10| next> last>> |100 v
Column Selector Select Page Deselect Page
Genome Size Gene Count Genome Bin Count,
Select Domain Sequencing Status Study Name Genome Name / Sample Name Sequencing Center IMG Genome ID * assembled * assembled
Hot spring
microbial Hot spring thermophilic microbial
from Obsidian Pool DOE Joint Genome
= :
- i e from Yellowstone National Park, USA - | Institute (JGI) S i e — s
OP-RAMG-01 (SPAdes)
National Park
Hot spring
microbial Hot spring microbial communities
communities from Yellowstone National Park - DOE Joint Genome
L Ll || from Yellowstone National Park OP- Institute (JGI) LIRS AT S 180
Yellowstone RAMG-02
National Park




The bin count links to bin detail page with links to scaffolds and genes for each metagenome

bin.
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2. Access via Metagenome Detail Page
If the user is interested in a particular metagenome which has bins, the bins can be accessed
directly from the metagenome details page.
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Metagenome Bins 4

3. Access via Overview of Bins

Metagenome Bins can be accessed in a more efficient manner from the “Find Genomes” menu.
They can be viewed in bulk either by Taxonomy or by Ecosystem. Both views present an
overview of *all* bins in IMG in a partition viewer.

The horizontal partition layout is a way to represent a tree hierarchy where each node is drawn

as a rectangle and its children are drawn as smaller adjacent rectangle branches. The height of
all the child rectangles matches the height of the parent rectangle. The placement and height of
each child node corresponds to the number of leaf nodes in its branch of the tree.

To navigate within the partition, the user can:

1. Click on a parent rectangle of interest to expand that category. The legend will then
display a list of all the child nodes for that category, even those not visible in the viewer
itself (this happens if the leaf count for the category is relatively low).

2. User can click on an item in the legend to expand that category.

3. User can click on any item in the breadcrumbs (displayed when hovering with the
mouse over the partition) to see all items for that category in a bin details table.

4. User can click to the left of a category in the viewer to return to the parent category.

Bins by Taxonomy
> Home > Find Genomes > Bins by Taxonomy
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Metagenome Bins can also be viewed grouped in a table by a category of choice. The user
can select from a dropdown list of categories. This table displays the count of bins for each item
in that category “hierarchy”. The count links to bin details for that category hierarchy. As noted in
the tool, duplicate category names may appear in the table. These would have a distinct
hierarchy for the corresponding bins.



Metagenome Bins by Phylogenetic Category

View by Phylogenetic Category:

Click on the count to view the bin details for selected category.

To group bins by a different category, choose from the dropdown above.
Select Reset' to go back fo view all categories in the partition viewer.
Note: Duplicate category names may appear. These would have a distinct hierarchy for the
corresponding bins.
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Bins by Ecosystem
> Home > Find Genomes > Bins by Ecosystem

Metagenome Bins by Ecosystem
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View by Ecosystem Category:
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legend appears when a category is selected). Click on any category in the partition display to
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breadcrumb category (displayed when hovering with the mouse over the partition) to display the list of
items for the Rierarchy up to that categovy.
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Bins Details Table

The details table for any group of bins lists the bin IDs and links to associated genome, genes,

and scaffolds:
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The table of bin scaffolds lists the scaffold IDs for the selected bin and links to table of genes for
the selected bin scaffold.

Metagenome Bin Scaffolds

Genome: Olavius algarvensis microbial communities from Capo di SantAndrea bay, Elba. italy - Deltal
Bin name: 2004178001_1
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Metagenome Bin rRNA_5S Genes in Scaffolds

Genome: Olavius algarvensis microbial communities from Capo di Sant'Andrea bay, Elba, ltaly - Deltal
Bin name: 2004178001_1
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